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Figure 1. Amplification of the PGR Positive alO cDNA Insert 
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Figure 2. Assembled sequence of the alO clone 

1 taatacgact cactataggg cggccgcgga qqaaaato ta tqtcaataaa qcctgqqgaa 

alphalO-1 

61 qtqtqttttc agaqtqaqq q agtgttccat cgcatcagaa gttttgaaga aaccagctcg 
alphalO-2 

121 agatggagaa gtggaaacag gtttgagaga tactggaggg ggcagagcag tgggatttag 

181 aatccctggg tgaaagtctg gactctcgtg gcttatttgg gcccctctag catttgtgga 

241 gaggcaggca gactccaggt ccttgaaaag gggagggtgg aggagaaatt tgtcagcctg 

301 qcqccaqaaq ataqtacc aq ttcactccat qqcc cttacc tcatgtgtcc ctgcaggcag 
alphalO - 9 alphal 0 - 1 0 

361 gccagggagg aactagagcc acagctagag caagagaagg cagacaccag gaggacactc 

+2 * 9 

421 ataaggacag ggccccagcc ctgggagtgg agggtgtgag cagaggccct gggactaggg 

+ 2 Igw ttll tdp pEC LGAE GRL 
4 81 cctgggatgg acaaccctcc ttactgaccc tccagAGTGC CTGGGAGCTG AGGGCCX3GCT 

+ 2 ALK LFRD LFA NYT SALR PVA 
541 GGCTCTCAAG CTGTTCCGTG ACCTCTTTGC CAACTACACA AGTGCCCTGA GACCTGTGGC 

+ 2 DTD QTLN VTL EVT LSQI IDM 
601 AGACACAGAC CAGACTCTGA ATGTGACCCT GGAGGTGACA CTGTCCCAGA TCATCGACAT 

+ 2 DER DQVL TLY LWI RQEW TDA 
661 GGATGAACGG GACCAGGTGC TGACCCTGTA TCTGTGGATA CGGCAGGAGT GGACAGATGC 

+ 2 YLR WXPN AYG GLD AIRI PSS 
721 CTACCTACGA TGGGRCCCCA ATGCCTATGG TGGCCTGGAT GCCATCCGCA TCCCCAGCAG 

+ 2 LVW RPDI VLY NK 
781 TCTTGTGTGG CGGCCAGACA TCGTACTCTA TAACAAgtac tgcctatctg ggcccctcct 

841 ctctcttacc cctctctaga cttgccctta gctgtggggg tgtagtgatc ccctctccct 

901 accacataac ctggttgcca cgctgccctg gaagcttttc cccaggaccc ttctaagctg 

961 ccaagcactc agcccctcca tggcaccccc actttaggct atcccaggcc agcccaggct 

1021 gaacgtctcc tcggaaccta ctgtgtggtc cagggcagat gtctgaatca caagggcctc 

1081 tctagggcac acttttagct ctaagtctct cagggctccc ccaagagcct gtctaagggt 

1141 ctctttcctc caggacatag ccctctggaa cactgcttta tgtctccttg accagttccg 

1201 tgtctcccag ccagcacata gctctgcata ttttctctgg ggcccttcta caagttttgc 

1261 agatgtcccc caagggaagt cactgtgtgt cccggagcta cctctgggtt ctgcagaggc 
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1321 ctttttatac atcctctggc tacgtctgtg tcccttctgg gcccttcagg caccacccct 

1381 tccaggcctc gaaaggcagc gggtctctct aggtgcactc caccctctgt gttgctttgt 

1441 tctgaaaaca agaatcaaat taacgaaaaa aaaacaagca caagtttatt tatttatttg 

1501 agacacagtc tcgctctgtc gcccaggctg gagtgcagtg gcgctatctc ggctcactgc 

1561 aagctccgcc tcccgggttc acgcaattct cctgcctcaa cctcccaaat aactgggact 

1621 gcaggcaccc gccaccacgc ccagctagtt ttttgtattt ttagtagaga cgaggtttca 

1681 ccgtgttagc cagggtggtc tcgatctcct gacctcgtga tccgcccacc tcggcctccc 

1741 aaagtgctgg gattacaggc gtgagccacc gcacccagcc acaagcagaa gtttattaat 

1801 ctgctgtacc catcatggga gaggccttag ttcaaaagta tttctctctg aaggcagtga 

1861 cttaggggcc ttgcttaaat agaaattcaa gaaagagcca gtaagttata aatagtggca 

1921 agacaaagga cagccacctt taaaaggcgg gaaaacgtgg aaagagggta aaatctgttt 

1981 ccagattcct ctggcaccta ctggtgccct ttggataagc aagtgctgac tccagcaagg 

2041 aagggctgat gtcctgccat caggccagca gacgctgggg ccaggtgctc ccctgcgtcg 

2101 tgagtgtctc gaacttaacg agcctcaata ttctggggag aagttttggt ttctttcagc 

2161 ccctgggggt ctgccctggg ctcccggcct ccggggctgc tcctcaggct gga^agjdcta 

+ 2 ADAQPPGSAST 
2221 ggtgagccct gccccgcctg cccccagAGC CGACGCGCAG CCTCCAGGTT CCGCCAG£AC 

+ 2 NVV LRHD GAV RWD APAI TRS 
2281 CAACGTGGTC_CTGCGCCACG ATGGCGCCGT GCGCTGGGAC GCGCCGGCCA TCACGCGCAG 
alphalO-3 

+ 2 SCR VDVA AFP FDA QHC G LTF 
2341 CTCGTGCCGC GTGGATGTAG CAGCCTTCCC GTTCGACGCC CAGCACTGCG GCCTGACGTT 

+2 GSW THGG HQL DVR PRGA AAS 
2401 CGGCTCCTGG ACTCACGGCG GGCACCAACT GGATGTGCG G CCGCGCGGCG CTGCAGCCAG 

alphalO-4 

+ 2 LAD FVEN VEW RVL GMPA RRR 
2461 rCTGG CGGAC TTCGTGGAGA ACGTG GAGTG GCGCGTGCTG GGCATGCCGG CGCGGCGGCG 
alphalO-5* 

+2 VLT YGCC SEP YPD VTFT LLL 
2521 CGTGCTCACC TACGGCTG CT GCTCCGAGCC CTACCCCGAC GTCACCTTCA CGCTGCTGCT 
alphalO-6* 

+ 2 RRR AAAY VC N L LL PCVL ISL 
2581 GCGCCGCCGC GCCGCCGCCT ACGTGTGCAA CCTGCTGCTG CCCTGCGTGC TCATCTCGCT 

+ 2 LAP LAFH LPA DSG EKVS LGV 
2641 GCTTGCGCCG CTCGCCTTCC ACCTACCTGC CGACTCAGGC GAGAAGGTGT CGCTGGGCGT 
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+ 2 TVL LALT VFQ LLL AESM PPA 
2701 CACCGTGCTG CTGGCGCTCA CCGTCTTCCA GTTGCTGCTG GCCGAGAGCA TGCCACCGGC 

+ 2 ES V PLIG KYY MAT MTMV TFS 
2761 CGAGAGCGTG CCGCTCATCG GGAAGTACTA CATGGCCACT ATGACCATGG TCACATTCTC 

+2 TAL TILI TNL HYC GPSV RPV 
2821 AACAGCACTC ACCATCCTTA TCACGAACCT GCATTACTGT GGTCCCAGTG TCCGCCCAGT 

+2 PAW ARAL LLG HLA RGLC VRE 
2881 GCCAGCCTGG GCTAGGGCCC TCCTGCTGGG ACACCTGGCA CGGGGCCTGT GCGTGCGGGA 

+2 RGE PCGQ SR P PEL SPSP QSP 
2941 AAGAGGGGAG CCCTGTGGGC AGTCCAGGCC ACCTGAGTTA TCTCCTAGCC CCCAGTCGCC 

+2 EGG AGPP AGP CHE PR CL CRQ 
3 001 TGAAGGAGGG GCTGGCCCCC CAGCGGGCCC TTGCCACGAG CCACGATGTC TGTGCCGCCA 

+ 2 EAL LHHV ATI ANT FRSH RAA 
3061 GGAAGCCCTA CTGCACCACG TAGCCACCAT TGCCAATACC TTCCGCAGCC ACCGAGCTGC 

+ 2 QRC HEDW KRL ARV MDRF FLA 
3121 CCAGCGCTGC CATGAGGACT GGAAGCGCCT GGCCCGTGTG ATGGACCGCT TCTTCCTGGC 

+ 2 IFF SMAL VMS LLV LVQA L* 
3181 CATCTTCTTC TCCATGGCCC TGGTCATGAG CCTCCTGGTG CTGGTGCAGG ccctgtgagg 

3241 gctgggacta agtcacaggg atctgctgca gccacagctc ctccagaaag ggacagccac 

3301 ggccaagtgg ttgctggtct ttgggccagc cagtctctcc ccactgctcc taagatcctg 

3361 agacacttga cttcacaatc cacaagggag cactcattgt ctacacaccc taactaaagg 

3421 aaqtccaoaq cctQCcac tc ccctaattcc aaaaaaaaga ggaactctac aa aggccaag 



3481 atcacagagt acagtcttgg agggacagaa ttgtttgtgc tgggtattgg agctctcagt 

3541 ggggagcaca tgggttataa tgagaaactg aactgtactg ctgcatttcc tgtcttcctt 

3601 cctaggtggc tgctttgcag ggctttggct gttacctttc cctgctgagg ggctcaggga 

3661 aaagggtcgg ggattctcag tcgagtttcc agagcaggag gccctacaga catttggccc 

3721 caaatccctg actcaataaa gtaagcgtgt acctaaaaaa aaaaaaaaaa aactcgactc 

3781 tagattgcgg ccgcggtcat agctgtttcc tgatctgaat tcgtcgacaa gctt 



alphalO-7* 



alphalO-8* 
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Figure 3. Primers used to amplify unspliced cDNAs 



Alpha 1 0- 1 GG AAAATGTGTGTGTCAGTAAAGC 

Alpha 1 0-2 GAAGTGTTTTCAGAGTGAGG 

AlphalO-3 CAGCACCAACGTGGTCC 

AlphalO.4 GGCACCAACTGGATGTGC 

AlphalO-5 CACGTTCTCCACGAAGTCC 

AlphalO-6 CAGCCGTAGGTGAGCACG 

AlphalO-7 TGGCAGGCrTTTGGACTTCC 

Alpha 1 0-8 T(m^GGCCTTTGTAGAGTTCC 

Alpha 1 0-9 TGGCGCCAGAAGATAGTACC 

AlphalO-10 TCACTCCATGGCCCTTACC 
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Figure 4 
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Figure 5. Pictorial representation of location of ESTs 



Homology to rat CDS 



BioSci + ^' 

172677.1 +-> 
g2220567 +-> 
656293H1 +> 
91448842 +> 
172626 . 1 . comp <--+ 
g2240939 . comp <-+ 
gl44 8 3 66 . comp <+ 
g2876490 . comp <+ 
3427823H1 +> 

029404.1 + > 

1735710H1 +> 
1734671H1 +> 
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Figure 6. Full coding sequence of the human alO receptor cDNA (clone Dl 1 .4) 



+1 

1 GAGACCTGCC CCCGCTCTTG CAGTGCCAGG 

+ 1LGLL LLF LLP 
61 CTGGGCCTTC TGCTTCTGTT TCTACTCCCT 

+ 1ALKL FRD LFA 
121 GCTCTCAAGC TGTTCCGTGA CCTCTTTGCC 

+ 1DTDQ TLN VTL 
181 GACACAGACC AGACTCTGAA TGTGACCCTG 

+ 1DERN QVL TLY 
241 GATGAACGGA ACCAGGTGCT GACCCTGTAT 

+ 1YLRW DPN AYG 
301 TACCTACGAT GGGACCCCAA TGCCTATGGT 

+ 1LVWR PDI VLY 
361 CTTGTGTGGC GGCCAGACAT CGTACTCTAT 

+ 1ASTN VVL RHD 
421 GCCAGCACCA AC6TGGTCCT GCGCCACGAT 

+ 1TRSS CRV DVA 
4 81 ACGCGCAGCT CGTGCCGCGT GGATGTAGCA 

+ 1LTFG SWT HGG 
541 CTGACGTTCG GCTCCTGGAC TCACGGCGGG 

+ 1AASL ADF VEN 
601 GCAGCCAGCC TGGCGGACTT CGTGGAGAAC 

+ 1RRRV LTY GCC 
661 CGGCGGCGCG TGCTCACCTA CGGCTGCTGC 

+ 1LLLR RRA AAY 
721 CTGCTGCTGC GCCGCCGCGC CGCCGCCTAC 

+ 1ISLL APL AFH 
781 ATCTCGCTGC TTGCGCCGCT CGCCTTCCAC 

+ 1LGVT VLL ALT 
841 CTGGGCGTCA CCGTGCTGCT GGCX3CTCACC 

+1PPAE SVP LIG 
901 CCACCGGCCG AGAGCGTGCC GCTCATCGGG 

+ 1TFST ALT ILI 
961 ACATTCTCAA CAGCACTCAC CATCCTTATC 

+ 1RPVP AWA RAL 
1021 CGCCCAGTGC CAGCCTGGGC TAGGGCCCTC 
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MGL RSH HLS 
GCCATGGGGC TCCGGAGCCA CCACCTCAGC 

AECL GAE GRL 
GCAGAGTGCC TGGGAGCTGA GGGCCGGCTG 

NYTS ALR PVA 
AACTACACAA GTGCCCTGAG ACCTGTGGCA 

EVTL SQI IDM 
GAGGTGACAC TGTCCCAGAT CATCGACATG 

LWIR QEW TDA 
CTGTGGATAC GGCAGGAGTG GACAGATGCC 

GLDA IRI PSS 
GGCCTGGATG CCATCCGCAT CCCCAGCAGT 

NKAD AQP PGS 
AACAAAGCCG ACGCGCAGCC TCCAGGTTCC 

GAVR WDA PAX 
GGCGCCGTGC GCTGGGACGC GCCGGCCATC 

AFPF DAQ HCG 
GCCTTCCCGT TCGACGCCCA GCACTGCGGC 

HQLD VRP RGA 
CACCAACTGG ATGTGCGGCC GCGCGGCGCT 

VEWR VLG MPA 
GTGGAGTGGC GCGTGCTGGG CATGCCGGCG 

SEPY PDV TFT 
TCCGAGCCCT ACCCCX3ACX5T CACCTTCACX3 

VCNL LLP CVL 
GTGTGCAACC TGCTGCTGCC CTGCGTGCTC 

LPAD SGE KVS 
CTGCCTGCCG ACTCAGGCGA GAAGGTGTCG 

VFQL LLA ES M 
GTCTTCCAGT TGCTGCTGGC CGAGAGCATG 

KYYM ATM TMV 
AAGTACTACA TGGCCACTAT GACCATGGTC 

MNLH YCG PSV 
ATGAACCTGC ATTACTGTGG TCCCAGTGTC 

LLGH LAR GLC 
CTGCTGGGAC ACCTGGCACG GGGCCTGTGC 



+1VRER GEP CGQ SRPP ELS PSP 
1081 GTGCGGGAAA GAGGGGAGCC CTGTGGGCAG TCCAGGCCAC CTGAGTTATC TCCTAGCCCC 

+ 1QSPE GGA GPP AGPC HEP RCL 
1141 CAGTCGCCTG AAGGAGGGGC TGGCCCCCCA GCGGGCCCTT GCCACGAGCC ACGATGTCTG 

+ 1CRQE ALL HHV ATIA NTF RSH 
1201 TGCCGCCAGG AAGCCCTACT GCACCACGTA GCCACCATTG CCAATACCTT CCGCAGCCAC 

+ 1RAAQ RCH EDW KRLA RVM DRF 
1261 CGAGCTGCCC AGCGCTGCCA TGAGGACTGG AAGCGCCTGG CCCGTGTGAT GGACCGCTTC 

+ 1FLAI FFS MAL VMSL LVL VQA 
1321 TTCCTGGCCA TCTTCTTCTC CATGGCCCTG GTCATGAGCC TCCTGGTGCT GGTGCAGGCC 



13 81 CTGTGAGGGC TGGGACTAAG TCATCTAGAG GGCCCTTCGA AGGTAAGCCT ATCCCTAACC 
1441 CTCTCCTCGG TCTCGATTCT ACGCGTACCG GTCATCATCA CCATCACCAT TGAGTTTAAA 



+ 1 



L 



1501 



C 
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Figure 7 



A) 




-150(H 

I I I I I I I I 
0 10 20 30 40 50 60 70 

Time (s) 




I 1 

10 s 



ACh 




-400-J 

I 1 1 1 1 1 1 1 

0 10 20 30 40 50 60 70 

Tfene (s) 



10/12 



4 



Figure 8 
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Figure 9 
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